from 0 to 10000 and risk scores were computed for constant DNAme of the other genes. The lines with squares, circles, triangles point-up, diamonds, triangles point down and filled squares points present the predicted risk score for constant 0%, 10% 25%, 50% 75% and 100% DNAme of the other genes respectively.
show the cutoff values of 0.176 and 0.5 respectively. These cutoff values were used to classify patients to Stage I and II (less than cutoff value) and Stage-III (greater or equal to cutoff value). The cutoff value of 0.176 gave highest Youden's J statistic in the test data (data without missing Stage, n=333, DPCa=94) and the decision rule's cutoff value of 0.5 (i.e. model correctly classified). Patients with missing clinical variables PSA and extent of disease, as well as invalid methylation measurements, were excluded from the statistical analysis (supplementary Figure S1 ). In addition, there were approximately 42% missing T-stage values. A categorical binary T-stage variable was recorded using 1 to indicate T3 samples and 0 for T1 or T2 samples. The missing T-stage values were imputed with the most frequent observed T1-T2 stage (47%) value. An alternative methylation score (AltM) was developed using the shrunken regression coefficients: AltM score= 0.026*log(1+CCND2)+0.112*log(1+HSPB1)-0.041*log(1+CCND2*HSPB1)+ 0.229*log(1+DPYS)-0.020*log(1+MAL)+0. 088*log(1+PITX2)+0.378*log(1+TIG1).
Supplementary
a likelihood ratio chi-square test. a likelihood ratio chi-square.

